, but only risk genes with a score of < 0.7 are shown. The comparison of the three panels shows that the functional classes/ pathways contain both, genes with high and low risk variant scores. Thus, the types of pathways implicated are relatively robust with respect to the genetic risk score, suggesting that only a certain number of pathways are affected and that some risk variants that have a lower score are also part of a specific disease pathway/network module. TNXB   DDR1   POSTN  NMRK2  FBN2  CST3  FBLN5   MUC1 COL1A2   CD34   CD46   MBP  CX3CR1  TLR3 TLR4   FKBPL   RASIP1  HGS  ACE  CCR2   LPL  PCSK6  VLDLR   ZCWPW1  ZNF341  LSM5  C1D   TOMM40 MFF
